The API 50 CH identification system was evaluated for the identification of 97 strains of commensal lactobacilli. This system agreed with the species-level identifications for none of the 7 reference strains and only 4 of 90 vaginal isolates identified using whole-chromosomal DNA probes.
vaginalis ATCC 49540. The remaining 90 isolates were recovered from vaginal specimens and identified to the species level using whole-chromosomal DNA probes (3) . These included isolates of L. crispatus (n ϭ 16), L. jensenii (n ϭ 18), L. gasseri (n ϭ 18), L. iners (n ϭ 19), and L. vaginalis (n ϭ 19). These isolates were obtained from women in Seattle (n ϭ 26), Pittsburgh (n ϭ 28), and Uganda (n ϭ 36) from 1995 to 2002.
Each isolate was inoculated onto a Columbia agar with 5% sheep blood (BA) (PML Microbiologicals, Portland, OR) plate, incubated at 37°C in 6.1% CO 2 for 48 h, and checked for purity before being tested. The package insert for the API 50 CH test recommends subculturing the strains onto MRS agar (bioMérieux, Inc.); however, MRS agar does not support the growth of some vaginal Lactobacillus species, such as L. iners (7, 17) . Therefore, both MRS (Oxoid LTD., Basingstoke, Hampshire, England) and BA were used to evaluate two ATCC L. crispatus strains. Both media yielded the same API patterns (data not shown). Therefore, all the lactobacilli tested were modified with growth on BA, according to the API 50 manual (bioMérieux, Inc.). All of the isolates were evaluated using the same kit reference and lot numbers in order to limit test variability. The results at 48 h were transmitted to a bioMérieux representative, who entered each biochemical profile into the identification software database (APILab Plus; bioMérieux, Inc.).
The API 50 CH profiles for the 97 commensal strains of lactobacilli demonstrated phenotypic diversity. None of the 18 L. crispatus isolates shared the same phenotypic pattern, and L. gasseri yielded 18 different patterns for the 20 isolates tested. The 20 L. vaginalis isolates yielded 15 different reaction patterns. In addition, the 19 L. jensenii isolates produced 11 different patterns. However, all of the L. iners isolates and three of the L. vaginalis isolates were nonreactive for all of the tests in the API 50 CH system. The profiles for each species are summarized in Table 1 .
Currently, the API identification profile for L. crispatus suggests that all isolates of this species will be positive by the D-fructose, esculin ferric citrate, salicin, D-cellobiose, and amidon (starch) tests (bioMérieux, Inc.). However, in Table 1 , the L. crispatus profile reveals that all the isolates were positive by the D-glucose, N-acetylglucosamine, D-maltose, and D-saccharose (sucrose) tests.
The heterogeneity of biochemical profiles and the lack of In conclusion, there is an inherent high level of phenotypic variability observed among commensal Lactobacillus species. This variability, in combination with a limited database for these species, limits the usefulness of this and other phenotypic identification methods. When lactobacilli are recovered from clinically significant specimens, use of genomic methods such as 16S rRNA sequencing may be preferable (19) .
